Introduction
In this supplement, we describe about the collection of brain-specific microRNAs (miRNAs) and the preparation of miRNA TSS dataset (to feed the classifier) in more detail. Furthermore, we justify the construction of the methylation-based feature score used in the analysis.
Collection of Brain-specific MiRNAs
The miRNAs associated with brain-specific diseases should be active in the brain but may not in other tissues, i.e. we expect them to be brain tissue-specific. Based upon this hypothesis, we collect the miRNAs known to have relation with the Alzheimer's disease and Schizophrenia, two important diseases originating from brain. From Human MicroRNA Disease Database (HMDD) [1] , we obtain such disease associated miRNAs (see Tables 1-2) . We have further carried out extensive literature survey to find out the miRNAs that have been experimentally verified as brain tissue-specific. These miRNAs are listed in Table 3 . All the reports about these miRNAs are enclosed with the publication link in PubMed. These three records together (reported in the Tables 1-3) provide 82 brain specific miRNAs. 
TSS Sample Collection for Brain-specific MiRNAs
A handful of recent studies tried to experimentally verify the TSSs of miRNAs [2] . In general, these existing resources, providing information on miRNA TSS, report the region of interest that might include the original TSS. In some cases, they report multiple TSS regions corresponding to a single miRNA. Based on the 82 brain-specific miRNAs we identified, we found brain-specific miRNA TSSs (available as regions or loci) of diverse counts (57, 10, 90, 22, 17 and 42 TSSs, respectively from the sources [3] [4] [5] [6] [7] [8] ). The major problem here is that the amount of requisite information is little for many sources. By using this small number of positive samples, a good classification model that can perform well on some previously unseen samples is not easy to build. Thus the limited information available from [4, 6, 7] was ignored.
Most of the other studies provide the miRNA TSS information in terms of a genomic stretch of a certain length, even though these lengths exceed 1 million for some miRNAs. As Chein et al. report a reasonably good number of miRNA TSSs, experimentally identified as a single genomic locus, we have utilized their research output in the present study. The brain-specific miRNA TSSs collected for training the classifier are shown in Table 4 .
Methylation-Based Feature Score
Suppose, M s and C s denote the probability of observing the methylated state and the read coverage (number of observations) of any arbitrary site s, respectively. Then, the methylation-based feature value for the site s, say F (s), is expected to be proportional to M s , i.e.
Now, in order to properly adjust the methylation probability in cases of lower read coverage, we define M s in such a way that it decreases with decreasing C s . Therefore, we use the value 
